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Transcriptome Sequencing Demonstrates that Human Papillomavirus is not Active in Cutaneous Squamous Cell Carcinoma

SUPPLEMENTAL INFORMATION
1 B  TCG  2334832  17670  14925  0  0  STA01-125  Normal skin  Yes  C  GAG  5906058  30702  18292  0  0  STA01-126  SCC  No  B  TGC  3428906  21586  17737  0  0  STA01-127  Normal skin  No  C  CTG  3342170  9108  5534  0  0   Dataset  Immuno-3 GGGAGACTCGAGAATTACCCTCACTAAAGGGAGGTACCGCGGATGCATGAATTCCGCCGG  TGAGTTCTAACTATCCACCGCCAAACATCTAATCCACAATGGGAAAGGAAAAGACTCACA  TCAACATCGTTGTCATTGGACACGTAGATTCTGGAAAGTCCACAACAACTGGACATCTGA  TCTACAAATGTGGTGGTATCGACAAGAGAACCATCGAAAAGTTCGAGAAGGAAGCTGCTG  AGATGGGAAAAGGCTCCTTCAAGTATGCCTGGGTCTTGGACAAACTGAAGGCCGAGCGTG  AACGTGGTATTACCATTGACATCTCCCTGTGGAAATTTGAGACCAGCAAATACTATGTCA  CTATCATTGATGCTCCTGGACACAGAGATTTCATCAAGAACATGATCACTGGTACTTCTC  AGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGAATTTGAAGCTGGTATCT  CAAAGAATGGACAAACCCGTGAGCATGCCCTCCTTGCCTACACTCTGGGTGTAAAACAGC  TGATCGTTGGTATTAACAAGATGGATTCCACTGAACCCCCATACAGTCAGAAAAGATATG  AGGAAATTGTAAAGGAAGTCAGCACATACATCAAGAAGATTGGTTACAACCCTGACACTG  TTGCCTTTGTACCTATTTCTGGATGGAACGGTGACAACATGCTTGAGCCTAGCCCCAATA  TGCCATGGTTTAAGGGATGGAAAATCACCCGTAAAGAAGGATCTGGCAGCGGAACTACCC  TGCTGGAAGCTCTTGACTGCATTCTGCCACCTAGTCGCCCAACTGATAAGCCTCTCCGTC  TGCCTCTGCAGGATGTCTACAAAATTGGCGGTATTGGTACTGTACCAGTTGGTCGTGTGG  AAACTGGTGTCATTAAACCAGGCATGGTGGTTACCTTTGCCCCTGTTAATGTAACAACTG  AAGTGAAATCTGTTGAAATGCACCATGAAGCCCTTACTGAGGCCGTGCCCGGTGACAACG  TCGGCTTTAACGTCAAGAACGTTTCCGTGAAGGACGTCCGTCGTGGCAACGTTGCTGGTG  ACAGCAAGAATGACCCACCAATGGAAGCTGGTTCTTTTACCGCACAGGTTATCATCCTGA  ATCACCCAGGCCAGATTGGTGCTGGATATGCCCCTGTGTTGGATTGCCACACTGCTCACA  TTGCTTGCAAGTTTGCTGAGCTAAAGGAGAAGATTGATCGCCGTTCTGGTAAGAAACTGG  AAGACAATCCCAAGTTCCTGAAGTCTGGAGATGCTGCCATTGTTGACATGATCCCAGGAA  AGCCAATGTGCGTGGAGAGCTTCTCAGACTACCCTCCTCTTGGTCGTTTTGCTGTCCGTG  ACATGAGGCAGACTGTTGCCGTAGGAGTCATCAAGGCAGTGGAAAAGAAGGCAGCAGGAT  CTGGCAAAGTCACAAAGTCTGCTCAGAAAGCAGCGAAAACCAAATGAATATTTCCAGAGT  CTCTCACCTCAGTCATAACCAGTGGTGGAGGATTGGTCTCAGAACTCTTTCTATCAATTG  GCCATCAGAGTTTAATAGTAAAAGACTGGTTAATGATTACAATGCATCGCAAGAGCTTCA  GAAGGAAAAAAATGCTTGTGGACACATTTGTTTGTGGCAGTTTTAAGTTATTAGTGTTTT  AAATCCAGTAATTTCTAAATGGAAGCAAATTGACCAAAATCTGTCACCAAATTTGAGACC  ATTAAAAAAATTGAAAAGATAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA Supplemental File S1. Putatively complete sequence of the Xenopus EF1A-derived contaminating transcript, including putatively vector-derived promoter sequence. Supplemental File S3 (continued). Viral genome database records (do not print: read/search/zoom on your computer).
>gi|124378065|gb|NC_008842.1|NC_008842 Glypta fumiferanae ichnovirus segment A6, complete sequence. >gi|124378067|gb|NC_008843.1|NC_008843 Glypta fumiferanae ichnovirus segment A7, complete sequence. >gi|124378069|gb|NC_008844.1|NC_008844 Glypta fumiferanae ichnovirus segment A8, complete sequence. 
